shows two zebrafish TADs with five genes (top part) that have an ortholog in humans (lower part). Genes 1 and 3 form an example of a gene pair, which are present in zebrafish within the same TAD and are within 1MB distance in humans. This situation is classified as intra-TAD conservation. Gene pair 2 and 5 is within 1mb in the human genome, but present in neighboring TADs in zebrafish. This is classified as inter-TAD conservation. (F) Cumulative distributions of intra-and inter-TAD gene-pairs (black and red, resp.). The three sizeranges (S, M and L) are used to stratify the conservation-analyses to overcome differences in numbers of intra-and inter-TAD gene-pairs. (G) Barplots showing the enrichment of correlated genes, as indicated, based on three different TomoSeq datasets (red bars) within TADs as compared to all genes (grey bars). Analysis similar to Figure 1E . Pou3f1 Figure S3 4C analysis shows lower intra-TAD contact frequency at 4hpf compared to 24hpf. Related to Figure 2 (A) 4C-seq plots show the contact frequency at 4hpf and 24hpf (n =1 is for both). Visualization is the same as in Figure  2E . Quantification of average Hi-C signal in intra-and inter-compartment regions, performed for all replicates at different time points (2.25hpf, n = 2; 4hpf, n = 8; 8hpf, n = 9; 24hpf, n = 4). (C) Relative contact probability plot with lines for every replicate (2.25hpf, n = 2; 4hpf, n = 8; 8hpf, n = 9; 24hpf, n = 4). Vertical lines represent SEM values per distance. (D) PE-Scan analysis using the 4hpf Hi-C data of all intra-chromosomal interactions between super-enhancers called at 8hpf.
